Colorectal cancer (CRC) is a common gastrointestinal cancer, with a high incidence and high mortality. Long non-coding RNAs (lncRNAs) are involved in the development, invasion and metastasis, early diagnosis, prognosis, the chemoresistance and radioresistance of CRC through interference with mRNA activity, directly combining with proteins to regulate their activity or alter their localization, influencing downstream gene expression by inhibiting RNA polymerase and regulating gene expression as competing endogenous RNAs. Recent progress in next generation sequencing and transcriptome analysis has revealed that tissue and cancer-type specific lncRNAs could be useful prognostic markers. Here, the CRC-associated lncRNAs from recent studies until October 2016 are reviewed and multiple studies that have confirmed CRC-associated lncRNAs are summarized. This review may be helpful in understanding the overall relationships between the lncRNAs involved in CRC.
INTRODUCTION
RNAs that do not encode proteins are called noncoding RNAs (ncRNA). Those with a length of more than 200 nucleotides are referred to as long non-coding RNAs (lncRNAs) [1] . LncRNAs play important roles in biological processes through interfering with mRNA activity, directly combining with proteins to regulate their activity or alter their localization, influencing downstream gene expression by inhibiting RNA polymerase, and regulating gene expression as competing endogenous RNAs (ceRNAs) [2, 3] .
Colorectal cancer (CRC) is the third most commonly diagnosed cancer in humans [4] . CRC is a malignant lesion of the colorectal mucosal epithelium caused by environmental, genetic and epigenetic factors [5] . The genesis of CRC is a multi-stage and multi-gene process, but the mechanism is not yet fully understood. Numerous lncRNAs have been discovered to be involved in influencing gene expression levels via chromatin modification, transcription and posttranscriptional processing [6] . With the discovery of novel molecular and epigenetic mechanisms in CRC, lncRNAs have become a rising biotarget for diagnostic, prognostic, and therapeutic applications. For example, colon cancer associated transcript 2 (CCAT2) underlies metastatic progression and chromosomal instability in colon cancer via the up-regulation of v-myc avian myelocytomatosis viral oncogene homolog (MYC), miR-17-5p, and miR-20a resulting in an enhancement in Wingless and Int1 (WNT) signaling activity [7] . Cancer susceptibility candidate 2 (CASC2) can act as an "miRNA sponges" and ceRNA by sponging miR-18a to upregulate protein inhibitor of Review activated signal transducer and activator of transcription 3 (PIAS3) and then consequentially inhibit of CRC cell proliferation and tumor growth by extending the G0/ G1-S phase transition [8] . Moreover, Long intergenic non-coding RNA 152 (Linc00152) as a ceRNA can confer oxaliplatin resistance via the Linc00152/miR-193a-3p/ erb-b2 receptor tyrosine kinase 4 (ERBB4)/ serine/ threonine kinase 1 (AKT) signaling axis and acts as a prognostic indicator in colon cancer patients [9] .
Although previous reviews have summarized the CRC-associated lncRNAs, a comprehensive and in-depth analysis of their mechanisms in the invasion, metastasis, early diagnosis, and prognosis of CRC has not yet been reported [10] [11] [12] . Herein, the latest papers concerning the 71 CRC-associated lncRNAs reported up to October 2016 are reviewed and multiple studies that have confirmed CRC-associated lncRNAs are summarized. This review may be helpful in understanding the overall relationships between the lncRNAs involved in CRC.
LNCRNAS INVOLVED IN THE INVASION, METASTASIS, EARLY DIAGNOSIS, AND PROGNOSIS OF CRC HOTAIR
HOX transcript antisense RNA (HOTAIR) is the first lncRNA found to demonstrate a trans-transcriptional regulation function and it is located on chromosome 12q13.13. Previous studies have shown that HOTAIR plays an important role in many tumors including prostate cancer, gastric cancer, cervical cancer, and breast cancer [13] [14] [15] [16] . HOTAIR interacts with the polycomb repressive complex 2 (PRC2; SUZ12, EZH2, and H3K27me3) and high HOTAIR expression is correlated with the presence of liver metastasis and poor prognosis in CRC patients [17] . Decreasing HOTAIR expression has been shown to inhibit the growth of human CRC stem cells [18] . HOTAIR has potential as a prognostic factor, as it is not only highly expressed in the primary tumors of CRC patients, but is also found in the peripheral blood [19] . HOTAIR can increase the expression of E-cadherin and decrease the expression of vimentin and matrix metallopeptidase 9 to function as a pleiotropic modulator participating in epithelial-mesenchymal transition (EMT), which is involved in CRC invasion, lymph node and organ metastasis, differentiation, vascular invasion and tumor staging [20] .
CCAT
Colon cancer associated transcript 1 (CCAT1) is a recently discovered lncRNA of 2628 nucleotides in length. It is located on chromosome 8q24.21, 515 kb upstream of the MYC oncogene, in a region termed a "super enhancer" [21] . Previous research has shown that CCAT1 is involved in esophageal squamous cell carcinoma, glioma, colorectal carcinoma, and gastric cancer [22, 23] . Recent studies have demonstrated that the level of CCAT1 is significantly higher in the plasma of CRC patients compared with that of healthy controls [24, 25] . Increased plasma HOTAIR and CCAT1 together could be used as a predictive biomarker for CRC [25] . CCAT1 overexpression was associated with CRC proliferation and invasiveness, clinical stage, lymph node metastasis and survival time of CRC [26] [27] [28] . The bromodomain and extraterminal (BET) protein bromodomain containing 4 (BRD4) is critical for colon cancer proliferation, and decreasing levels of BRD4 influence differentiation effects during BET inhibition. Therefore, CCAT1 acts as an enhancer-templated RNA, which predicts BET sensitivity in CRC [29] .
CCAT2, a novel lncRNA mapping to 8q24, is highly overexpressed in colon cancer and underlies metastatic progression and chromosomal instability in colon cancer [7] . Moreover, previous studies have found that CCAT2 is related with many tumor types such as glioma, gastric cancer, bladder cancer, and small cell lung cancer [30] [31] [32] [33] . MYC, miR-17-5p, and miR-20a are up-regulated by CCAT2 through transcription factor 7 like 2 (TCF7L2)-mediated transcriptional regulation and the interaction between CCAT2 and TCF7L2 results in an enhancement in WNT signaling activity, which promotes tumor growth and metastasis in CRC [7] .
MALAT-1
Metastasis associated lung adenocarcinoma transcript 1 (MALAT-1), also called nuclear enrichment autosomal transcript 2, is located on chromosome 11q13.1, has a total length of 8.7 kb and is involved in many types of cancer including pancreatic cancer, liver cancer, gastrointestinal cancer, breast cancer, and lung cancer [34] [35] [36] . MALAT-1 is highly expressed in CRC and it can promote the phosphorylation of serine and arginine rich splicing factor 1 (SRSF1), catalyzed by SRSF protein kinase 1-to increase the expression of A-kinase anchoring protein 9, and therefore promotes cell proliferation, invasion and metastasis in CRC [37, 38] . High expression of MALAT-1 has been identified as a biomarker for poor prognosis in CRC [39] . The 3 'end of MALAT-1 is an important position in terms of invasion and metastasis in CRC [40] . MALAT1 interacts with Chemokine (C-C Motif) Ligand 5 in tumor-associated dendritic cells to mediate the progression of CRC [41] .
H19
H19 is located on human chromosome 11p15.5 and is a 2.3 kb lncRNA, which constitutes a pair of imprinted genes together with the insulin-like growth factor-II gene (IGF2) [42] . Loss of imprinting of IGF2 in CRC is linked to hypomethylation of H19 and IGF2 [42] . H19 expression has been shown to be involved in solid tumors in a variety of cancers including lung cancer, breast cancer, and gastric cancer [43] . H19 recruits eukaryotic translation initiation factor 4A3 (eIF4A3) to promote CRC proliferation. Moreover, high expression of H19 is associated with tumor differentiation and tumor node metastasis (TNM) staging. H19 is an independent predictor of overall survival and disease-free survival in CRC patients [44] . Gene mutations such as rs2839698 in H19 have been linked with susceptibility to CRC and may function as a potential prognostic factor [45] . H19 was shown to modulate the expression of multiple genes involved in EMT by acting as a ceRNA for miR-138 and miR-200a to influence the migration of CRC [46] . H19 and its product miR-675 are highly expressed in CRC; high levels of miR-675 have been shown to reduce the expression of tumor suppressor retinoblastoma protein (RB) through recognizing and binding the 3' end of its UTR [47] .
lncRNA-p21
lncRNA-p21 is regulated by p53 to reduce cell viability and its expression is lower in CRC [48] . Moreover, lncRNA-p21 levels in patients with stage III CRC are significantly higher than in those with stage I CRC [49] . lncRNA-p21 reduces cancer cell survival and self-renewal capacity and promotes cancer cell glycolysis via inhibiting the β-catenin signal to inhibit CRC cells with stem cell-like features from developing into mature cancer cells [50] . lncRNA-p21 is also involved in nonsmall cell lung cancer, gastric cancer, and hepatocellular carcinoma [51, 52] .
GAS5
RNA-growth arrest-specific transcript 5 (GAS5) is located on the chromosome 1q25.1 and its length is 630 nucleotides. GAS5 has been found at different levels of expression in many types of cancer such as non-small cell lung cancer, breast cancer, and gastric cancer [44, 53, 54] . A lower expression of GAS5 is associated with large tumor size, low histological grade and advanced TNM stage and GAS5 expression is an independent predictor for overall survival in CRC patients [55] . The latest literature shows that GAS5 rs145204276 mutation is significantly associated with the susceptibility and progression in CRC, which implies that it contributes to lymphatic metastasis [56] . High expression levels of GAS5 are significantly associated with the future occurrence of liver metastases and poor prognosis in early stage CRC patients [57] . GAS5 is under the control of p53 and it plays an important role in mediating the p53 response to DNA damage [58] .
ANRIL
Antisense non-coding RNA in the INK4 locus (ANRIL) is a natural antisense noncoding RNA and it transcribed from the antisense cluster of the INK4b-ARFINK4a gene [59] . It is located at Chr9p21.3 and has a 126.3 kb length [60] . ANRIL has been shown to be a prognostic indicator of nasopharyngeal carcinoma, non-small-cell lung cancer, and epithelial ovarian cancer [37, 61] . ANRIL is upregulated in CRC tissues and is associated with survival rate, cell migration and invasion in CRC patients [62, 63] . In CRC cells, ANRIL positively regulates the proliferation in two-and three-dimensional culture in a p15/p16-pRB pathway-independent manner [60].
UCA1
Urothelial carcinoma associated antigen 1 (UCA1) is a bladder cancer-specific lncRNA, with a total length of 1439 bp and is located in the 19p13.12. It may produce an oncogenic effect related to glucose metabolism [64] . UCA1 is a common molecular marker for lymph node metastasis and prognosis in various cancers including breast cancer, esophageal cancer, and pancreatic cancer [65] . UCA1 is highly expressed in CRC and is involved in tumor cell proliferation, apoptosis and cell cycle progression of tumor and the prognosis of CRC patients [66, 67] . Moreover, a meta-analysis has shown that UCA1 levels are negatively associated with the overall survival time of CRC patients [68] . Therefore, UCA1 has been identified as a predictive biomarker for the prognosis and survival of CRC patients.
AFAP1-AS1
Actin filament associated protein 1 antisense RNA 1 (AFAP1-AS1) is an antisense RNA gene encoding AFAP1, first identified in esophaguseal and Barrett tumor development, that may function as a potential biomarker to predict the clinical outcome of cancer patients including those with pancreatic ductal adenocarcinoma, esophageal squamous cell carcinoma, and gallbladder cancer [69, 70] . As a carcinogenic lncRNA, it is highly expressed in CRC and is involved in cell proliferation, colony formation, migration and invasion and it is closely related to tumor size, TNM stage and distant metastasis [71, 72] . Knockdown of AFAP1-AS1 inhibits tumor growth and metastasis via the EMT pathway, indicating its potential to serve as an independent prognostic factor for patients with CRC [69, 71, 73] .
TUG1
Taurine up-regulated gene 1 (TUG1) is located at the 22q12.2 and its transcript as a cancer progression related lncRNA, has been found to be involved in the oncogenesis of some tumors. TUG1 promotes cancer metastasis in cancers such as breast cancer, bladder cancer, hepatocellular carcinoma and osteosarcoma [74] . TUG1 regulates the expression of growth-related genes, activates the expression of EMT-associated genes and plays important roles in signal transduction, cell morphology, migration, proliferation and apoptosis in CRC [75] . Inhibition of TUG1 expression blocked the cell migration ability of colon cancer cells [76] . TUG1 is highly expressed in CRC and it indicates a poor prognosis for CRC and promotes metastasis [62] .
HOTTIP
HOXA transcript at the distal tip (HOTTIP) has been recently discovered and is located at the 5 'end of HOX clusters. HOTTIP is a novel predictor of lymph node metastasis and survival in non-small cell lung cancer, gastric cancer and pancreatic cancer [77] . HOTTIP is highly expressed in CRC and promotes the growth of CRC partially via silencing of p21 expression [78] . Overexpression of HOTTIP is thought to be an independent poor prognostic factor for CRC patients [79] .
NEAT1
Nuclear-enriched abundant transcript 1 (NEAT1) is a recently identified nuclear-restricted lncRNA, which has two isoforms including 3.7 kb NEAT1_1 and 23 kb NEAT1_2 [80] . NEAT1 has been reported to be involved in ovarian cancer, gastric cancer and breast cancer [81] . NEAT1 is a possible biomarker for diagnostic purposes, tumor recurrence and prognosis in CRC. The high expression of NEAT1 in the tissue and whole blood of CRC patients is associated with tumor differentiation, invasion, metastasis and TNM staging [82] .
BANCR
BRAF-activated lncRNA (BANCR) was originally identified in melanoma cells with 693 bp in length, is located before the repeating cycle of chromosome 9, is crucial for melanoma cell migration and is closely related to the BRAF gene V600E mutation [83] . Overexpression of BANCR has been found in many types of cancer such as bladder cancer, esophageal squamous cell carcinoma, and hepatocellular carcinoma [84, 85] . BANCR is highly expressed in CRC and is related with lymph node metastasis and tumor staging [86] . BANCR induces EMT via a mitogen-activated protein kinase kinase/extracellular signal-regulated kinase-dependent mechanism and then enhances G0/G1 cell cycle arrest and apoptosis by regulating p21 [87, 88] . Shi Y, et al. reported that Ets-1 negatively regulates BANCR expression via the deacetylation of H3 histones within the BANCR promoter to influenced a fentanyl-induced mechanism, thereby inhibiting the invasion and migration of CRC cells [89] .
lncRNA-ATB
lncRNA activated by transforming growth factor beta (TGF-β) (lncRNA-ATB) is involved in proliferation and metastasis in a variety of cancers including nonsmall cell lung cancer, glioma, and renal cell carcinoma and so on [90] [91] [92] . Its high expression in CRC patients is significantly associated with greater tumor size, depth of tumor invasion, lymphatic invasion, vascular invasion, and lymph node metastasis [93] . lncRNA-ATB as tumorigenesis suppresses E-cadherin expression and promotes EMT processes during tumorigenesis. Therefore, lncRNA-ATB provides a promising therapeutic biotarget against cancer progression in CRC patients [94] .
ZFAS1
Zinc finger antisense 1(ZFAS1), a newly identified lncRNA, has been reported to be dysregulated in multiple human cancer types including CRC, breast cancer, and gastric cancer [95] [96] [97] . The abundance of ZFAS1 expressed in CRC was found to correlate with lymphatic invasion, TNM stage, tumor invasion and metastasis. Patients who had shorter relapse-free survival and overall survival showed an increased expression of ZFAS1, and Cox multivariate analyses imply that ZFAS1 is an independent prognostic factor in CRC patients [98] . ZFAS1 may function as an oncogene in CRC via destabilization of p53 and through interaction with the CDK1/cyclin B1 complex leading to disease progression and apoptosis [95] .
SPRY4-IT1
SPRY4 intronic transcript 1 (SPRY4-IT1), transcribed from an intron of the SPRY4 gene, has been reported to be dysregulated in various cancers including esophageal squamous cell carcinoma, breast cancer, and gastric cancer [99] [100] [101] . It may be useful as an independent predictor for overall survival in CRC patients [99] . SPRY4-IT1 is highly expressed in CRC and promotes cell migration and invasion by modifying the EMT pathway [100] .
MEG3
Maternally expressed gene 3 (MEG3) is located at 14q32.2 and is involved in cancer development and metastasis. It is an imprinted gene expressed from the maternal allele with a length of approximately 1.6 kb from Decreasing MEG3 levels could inhibit cell proliferation and predicts a poor prognosis in CRC patients [106] .
Lower expression of MEG3 is significantly correlated with low histological grade, deep tumor invasion, and advanced TNM stage [106] . Moreover, the MEG3 rs7158663 AA genotype, not the GA genotype, significantly increases the risk of CRC [107] .
Other lncRNAs involved in CRC
The important roles of the above-mentioned lncRNAs in the invasion, metastasis, early diagnosis, and prognosis of CRC, have been confirmed through multiple studies. However, there are some other new lncRNAs with involvement in CRC, which have emerged in recent studies. ZNF582-AS1 was found to act as a novel tumor-suppressive lncRNA in CRC. Methylation of ZNF582-AS1 is associated with poor survival of CRC patients [108] . Ubiquitin-like plant homeodomain and really interesting new gene finger domain-containing protein 1 (UHRF1) protein associated transcript interacts with and stabilizes the epigenetic factor UHRF1 by interfering with its β-transducin repeat-containing protein-mediated ubiquitination to play a critical role in the survival and tumorigenicity of CRC [109] . Higher levels of lncRNA-uc002kmd.1 result in the regulation of CD44 as a molecular decoy for miR211-3p to enhance cell proliferation in CRC [110] . C-Myc represses the expression of tissue differentiation-inducing non-protein coding RNA (TINCR) through repressing sp1 transcriptive activity and loss of TINCR expression promotes proliferation and metastasis in CRC [111] . Enhanced expression of lncRNA small nucleolar RNAs (Sox2ot), small nucleolar RNA host gene 20 or prostate cancer noncoding RNA 1 promotes cell migration and invasion in CRC [13, 112, 113] . Lower expression of SLC25A25-AS1 promotes proliferation, chemoresistance, and EMT in CRC [11] . RP11-462C24.1, RP1-13P20.6, Prostate cancerassociated ncRNA transcripts 1, promoter of CDKN1A antisense DNA damage activated RNA (PANDAR), and non-coding RNA expressed in aggressive neuroblastoma were identified as the potential novel prognostic markers for CRC [114] [115] [116] [117] [118] . PVT-1 or LOC285194 expression levels are an independent risk factor for overall survival in CRC [119, 120] . The expression of ncRuPAR is related to proliferation and metastasis in CRC patients [121] . Loc554202, LOC100287225 were identified to be tumorigenic in CRC [122, 123] . Lnc34a is upregulated in CRC, contributing to epigenetic miR-34a silencing and CRC proliferation [124] . Moreover, many other lncRNAs have been identified to contribute to invasion and metastasis, or aid in early diagnosis and prognosis in CRC via multiple mechanisms. All the CRC-related lncRNAs have been summarized in Table 1 .
LncRNAs involved in chemoresistance and radioresistance in CRC
Several types of genetic and epigenetic regulatory mechanisms have been identified as involved in the development of chemoresistance in cancer cells. Changes in the expression of lncRNAs are also responsible for resistance to chemotherapy and radiotherapy in cancer. The specific identities and roles of lncRNAs in treatment resistance remain to be more fully elucidated.
LncRNA-UCA1 decreased the 5-fluorouracil (5-FU) chemosensitivity in CRC by attenuating apoptosis via inhibiting miR-204-5p [125] . The UCA1-miR-204-5p-CREB1/BCL2/RAB22A regulatory network plays an important role in pathogenesis and chemoresistance in CRC patients [125] . Down-regulation of lncRNA RP1-13P20. snaR decreased cell death after 5-FU treatment, which indicates that snaR loss increased the resistance against 5-FU in CRC [126] . Knockdown of SLC25A25-AS1 has been shown to enhance chemoresistance and promotes the EMT process associated with Erk and p38 signaling pathway activation in CRC [11] . Linc00152 acting as a ceRNA of miR-193a-3p increases the levels of ERBB4 contributing to oxaliplatin chemosensitivity in colon cancer [127] . Colorectal cancer-associated lncRNA (CCAL) was identified as modifying the response to adjuvant chemotherapy in CRC patients by inducing multidrug resistance (MDR) through activating WNT/β-catenin signaling by suppressing AP-2α and further upregulating MDR1/P-gp levels [128] . H19 has been shown to mediate methotrexate resistance via activating the WNT/β-catenin pathway, and therefore H19 could be a promising therapeutic target for methotrexate-resistant CRC [129] . Radiotherapy is a standard preoperative treatment approach for local advanced cancer to reduce local recurrence [130] . The down-regulation of HOTAIR has been shown to improve the radiosensitivity of CRC cells [131] and lncRNA-p21 can enhance CRC radiosensitivity by targeting the WNT/β-catenin signaling pathway [130] .
The mechanisms of CRC-associated lncRNAs
Although numerous CRC-related lncRNAs have been identified, to date, little is known of their mechanisms of action. The known mechanisms have been summarized in Table 2 . lncRNAs nearly affect the whole life cycle of genes, from transcription to RNA splicing, degradation and translation, and regulate gene expression via diverse mechanisms [11] . From healthy cells to tumor cells and metastases, and even in chemotherapy and radiotherapy resistance, lncRNAs are involved in every aspect of CRC. They can act not only as the major transcription factor but also as one of the co-regulatory factors; they are not only involved in EMT and WNT pathway but also can interact with miRNAs.
EMT is an important step in cancer development, which involves the cooperation of a variety of signaling pathways including the transformation growth factor-β, Sonic Hedgehog, and WNT pathways [132, 133] . As shown in Table 2 , HOTAIR, H19, AFAP1-AS1, TUG1, BANCR, lncRNA-ATB, SPRY4-IT1, SLC25A25-AS1, LINC01133, PANDAR, lncRNA-ATB and Sox2ot wereare involved in the EMT pathway. These lncRNAs could increase the levels of E-cadherin, vimentin, ZEB1, ZEB2, and MMP9, all of which are core marker genes for mesenchymal cells.
Moreover, CCAT2 [7] , H19 [129] , CASC11 [134] , TINCR [111] , CCAL [128] , cir-ITCH [82] , and CTD903 [135] are involved in the WNT pathway, which also regulates gene expression changes during EMT [111] . WNT signaling can promote cancer progression-associated EMT processes via β-catenin-mediated increased gene expression at the invasive front of colorectal tumors [136] .
The CRC-associated lncRNAs that interact with miRNAs are as follows and are shown in Figure 1 : CCAT2 [7] , H19 [46] , UCA1 [125] , CASC2 [8], FER1L4 [137] , uc002kmd.1 [110] , Lnc34a [138] , Linc00152 [9], EMT pathway  HOTAIR, H19, AFAP1-AS1, TUG1, BANCR, lncRNA-ATB, SPRY4-IT1, SLC25A25-AS1, LINC01133, PANDAR, lncRNA-ATB, Sox2ot WNT pathway CCAT2, CASC11, TINCR, CCAL, cir-ITCH, CTD903, H19
Pathway or interactions lncRNAs
Interaction with miRNAs CCAT2, H19, UCA1, CASC2, FER1L4, ucoo2kmd.1, Lnc34a, Linc00152, CTNNAP1
Silencing of p21 expression HOTTIP, BANCR
Involved with p53 ZFAS1
TGF-β signaling pathway PVT-1, LINC01133
Erk and p38 pathway SLC25A25-AS1
Abbreviations: EMT, epithelial-mesenchymal transition; lncRNAs, long non-coding RNAs; HOTAIR, HOX transcript antisense RNA; AFAP1-AS1, Actin filament associated protein 1 antisense RNA 1; TUG1, Taurine up-regulated gene 1; BANCR, BRAF-activated lncRNA; SPRY4-IT1, SPRY4 intronic transcript 1; lncRNA-ATB, Long non-coding RNA-activated by TGF-β; CCAT1, colorectal cancer associated transcript 1; CCAT2, colorectal cancer associated transcript 2; CCAL, Colorectal cancer-associated lncRNA; Linc00152, Long intergenic non-coding RNA 152; ZFAS1, Zinc finger antisense 1 www.impactjournals.com/oncotarget CTNNAP1 [139] . As ceRNAs and "miRNA sponges", lncRNAs can antagonize miRNA function by inhibiting their endogenous targets, thereby imposing an additional level of post-transcriptional regulation [114] .
Other lncRNAs have different mechanisms to carry out their functions (Table 1, Table 2 ). For example, HOTTIP and BANCR potentially contribute to CRC cell growth partially through the silencing of p21 expression [78, 88] . ZFAS1 may function as an oncogene in CRC via destabilization of p53 [95] . It is not surprising that the action of lncRNAs in CRC does not involve a single mechanism, but a variety of mechanisms co-exist. For example, H19 can function as a ceRNA for miR-138 and miR-200a to influence the migration of CRC cells and H19-derived miR-675 regulates the RB tumor suppressor in CRC [46, 47] . However, H19 recruits eIF4A3 to promote CRC proliferation [44] .
CONCLUSIONS

AND FUTURE PERSPECTIVES
lncRNAs play important roles in invasion and metastasis, early diagnosis, prognosis, and chemoresistance and radioresistance in CRC. Large-scale genomic studies using chips to investigate the abnormal expression profiles of lncRNAs in tumors have been carried out and a variety of cancer-related lncRNAs have been reported. However, the molecular mechanisms of these dysregulated lncRNAs remain poorly characterized. Here, all the publications concerning the relationships between lncRNAs and CRC have been reviewed and summarized. As shown in Table 1, Table 2 and Figure  1 , there are more than 71 CRC-associated lncRNAs that have been found to date and clear mechanisms have been reported for some of these. However, the full mechanisms underlying all the CRC-associated lncRNAs are currently not understood. Therefore, further functional studies investigating how these related lncRNAs impact on all the processes in CRC in cells, animal models and human clinical trials are needed to advance this research.
Although recent advancements in technology have enabled the rapid development of research into CRCrelated lncRNAs, enormous challenges still exist. Firstly, the low levels of some lncRNAs in body fluid or tissues necessitate the use of advanced and reliable protocols of lncRNA amplification and enrichment. Secondly, finding Figure 1 : The CRC-associated lncRNAs which interact with miRNAs. The blue oval represents normal; the orange ovals represent lncRNAs involved in the interaction with miRNAs; the red rectangles represent miRNAs. FER1L4, CTNNAP1, CASC2, uc002kmd.1, and lnc34a interact with miRNAs to contribute to the pathogenesis of CRC. H19 and CCAT2 are involved in the metastasis and proliferation of CRC via multiple mechanisms including functioning as ceRNAs and through the WNT signaling pathway. Moreover, H19 also promotes tumor growth by recruiting and binding to eIF4A3. The UCA1-miR-204-5p-CREB1/BCL2/RAB22A regulatory network plays an important role in chemoresistance in CRC. lnc00152 acting as a ceRNA of miR-193a-3p increases the levels of ERBB4, contributing to oxaliplatin chemosensitivity in colon cancer.
highly specific and sensitive biomarkers from the many CRC-associated lncRNAs is also a huge challenge because many lncRNAs are also involved in the development, invasion, metastasis, chemoresistance and radioresistance of other types of cancer. Moreover, determining the significance of specific lncRNAs in CRC and identifying the real protagonists is a challenge, considering the impact of confounding factors such as race, subject numbers, and TNM. However, despite such challenges, there is reason for optimism.
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